Editorial
Plants respond to different pests and pathogens by activating a set of resistance genes that involve in substantial transcriptional reprogramming integrating hormonal, metabolic, and physiological movements [1] . These cumulative downstream defense responses alleviate pathogen and pest by subsequent local or systemic induced resistance. Hormone signaling and trans-acting regulatory factors/ Transcription factors (TFs) are the major factors that facilitate downstream defense responses in plants [2] . Approximately, 7% of plant genome coding sequences represent TFs [3] . Among many different type of TFs available in plants, the most common TFs mainly belong to six groups; AP2/ERF, MYB, BZIP, WRKY, MYC and NAC [4] . There is no exact mechanism or correlation between the type of TFs and plant defense signaling. AP2/ERF TFs were found to be mainly involved in Jasmonic acid (JA) and ethylene (ET) signal transduction while, WRKY and bZIP TFs were mostly involved in salicylic acid (SA) mediated signal transduction. TFs encoding genes may be differentially regulated (up or down) by different stresses and substantial overlap occurs in the defense pathways allow integration of different defense signal and thereby, fine tune the Plant defense to pathogen/pest attack.
AP2/ERF
AP2/ERF (Apetala2/ethylene responsive factor) class of transcription factors constitute plant specific large family of TFs which is well-known for regulating biological responses to environmental stimuli [5] . AP2/ERF TFs constitutes ~163 members in rice and ~140 members in Arabidopsis [5] . The presence of one or two highly conserved 60 amino acid AP2 domain is the characteristic of AP2/ERF transcription factors [6, 7] . AP2-like transcription factors are known to contain two AP2 domains while ERF-like factors has one AP2 domain. Ethylene-response elements (ERE), also known as the GCC-box (GCCGCC) binds with AP2/ERF proteins with a single AP2-domain in response to ET [8] . The GCC-box has been identified in many promoters of defense-responsive genes that are inducible by ET. The GCC-box is also found in the promoters of SA-inducible pathogenesisrelated (PR) genes, suggesting likely cross-talk between ET and SA pathways. In Arabidopsis, AP2/ERF proteins are also involved in JAinducible gene expression and known as octadecanoid-responsive AP2/ERF (ORA). Arabidopsis ORA59 positively regulates expression of JA-and ET-mediated defense-related genes [9]. ORA47 regulate JA biosynthetic genes via positive feedback regulation. AP2/ERF proteins, in combination with other transcription factors may regulate the crosstalk and differential defense gene regulation. For example, OsEBP2 (Oryza sativa ethylene-responsive-element binding protein 2) expression was identified as a downstream component of a signal transduction pathway in response to rice-blast fungus interaction and also found to be transiently induced by MeJA, ABA and ET treatments [10] . Other TF, OsEREBP1 was reported to be induced in rice and bacterial pathogen, Xanthomonas oryzaepv. oryzae (Xoo) interaction.
Transcriptome analysis via Microarray and SSH cDNA library showed AP2 transcription factor were differentially up-regulated in incompatible rice-gall interactions [11] [12] [13] . 
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